. The overview of the unigenes in root of Z. xanthoxylum.
Fig. S2.
Gene ontology (GO) classification of the DEGs from CR6 vs CR24, CR6 VS SR6, SR6 VS SR24, CR24 VS SR24 in Z. xanthoxylum (A-1, B-1, C-1) and A. thaliana (A-2, B-2, C-2). A-1, A-2 show DEGs classified by cellular component, B-1, B-2 show DEGs classified by molecular function, and C-1, C-2 show DEGs classified by biological process. To examine whether cluster size affected enrichment, cluster size was checked for correlation with -log10 (P-value). Red and blue colors delineate the significantly enriched pathways (P-value< 0.05). C and S denote control treatment and salt treatment with 50 mM NaCl, respectively; 6 and 24 denote 6 h and 24 h of treatment, respectively; and R denotes roots. 
Z. xanthoxylum (30 unigenes)
CL4246.Contig5_All TCGTGGTAGAAGTGCACCAG GAGTTTGGAGGCGCAGTAGA 
Unigene17402_All

GTTTGTCCTAGAGGGCGTG CTCCGACCGACAAACAAAG
Unigene22003_All
ACATTATCCCAGCTCGCCTC GGACAAAGCCTGCATGAAC
Unigene22615_All
CGACGGGTGAAATCTCGTTC CTTGTCTTGCAACACTCGCT
Unigene23616_All TCGTGGTAGAAGTGCACCAG GAGTTTGGAGGCGCAGTAGA Unigene61098_All AGTGGTGGGCAAGGTTGTAG GTCCGATTAGTGGGACGATG CL8091.Contig1_All GGACCCCGTGGTTACATTCT CTGCTCCCGATCTTCTTCCTC Unigene10187_All CACCATGGCTATGCGAACTC GAGGGAGCAACCCTCAAAC Unigene5528_All TACGGTCCAAACCCCTGAAC TGCTCTGCAAGGACCTCAAG CL5577.Contig2_All CATAGCTTCCAACCCCGAC TCAAAGCAGCCGAATTGAC Unigene5077_All CTCAGGTGCATCGATCTGGT GATGCCATCTCGAAACCAAC Unigene19871_All CGCTAATTCGTCACGCAGTC GCGGCGAAGATAGGAGAAG Unigene16368_All TTGCCTCCTGGATTTCGTTTC AGGCAAAGGGTTGGAAAATGC CL2554.Contig3_All GTCTGAACCATGGGACTTGC GCCCTATTTGTCCTCATTCCAG CL6534.Contig1_All ATGACCCTTGGGAACTTCCTG AGTAGTAACTCGGTTCGGTCG
Unigene20426_All
TCTGGCTTGGAACCTTTGAC GTTAGCACCCATGAGCTTGAG
Unigene57160_All
CGGCATGTTCCTATGCTTGC TCGGCTCTCTTCCATATCTGT
Unigene14772_All
CCCAGCCAGGAAACAAGTAG TGGTGGTGCTTTGTTGTTGG
Unigene9789_All
AGCCTCCTTTGTGTTCTGCT TGACAACGGCTGGAAGATGA
CL9880.Contig2_All TGCAGTAGCTCAAAAGGGTG TTGGCTTAGCATGGTTGTGC
Unigene22440_All
CTACAAAGCCCGACTACGC CCCACGGTGTCTCCAATAAC
Unigene11542_All
GGAGCCATCACCCTCTTAGC CAACAGCCGACACGAAAGTC
Unigene9141_All
GGCACAAGTTTCCATTCACC CGATAACGCAGTAGTTGAGCAC
Unigene474_All
TGCTTGCTGGAGTTAAGTGG CACCTCGGTAAGTTGATGAAG
CL2295.Contig1_All ACGGAAGCAATGCAGACAG CTCGCATTCCACCAAGTAGTG
Unigene34184_All
TCAATGGTTGTGATGGCTCAG CATCTGATTTGCTCCTGCTTG
Unigene6677_All
GGCTTCACTTGAGTCCGTTTG TGTATGGGCACCAGATAGTGAG
Unigene20998_All
TGAGATGGTGGGAGAAGAGTG CCTCCACAAGCAGGTGAGTAG
Unigene19759_All
AATCTGATTCACCTGCTGTCC TCTTTCTTCTCGCCATTCTG
Unigene59673_All
AAGATTTGTGGGTGTCCTGTAG TTTCCCTGCTTGCTGTTGTTG
EU019550.1 (ZxACTIN) TTTTCCAGCCATCCCTTGTT TGCAGTGATCTCCTTGCTCATAC
A. thaliana (16 genes)
AT4G29340 CTTGGCACCCACGGGATTAT TATGCCTCCTGCTCCCTTCT AT1G08900 TCATCCTTTGGCATTGGCCT TACCGGCGGTGATTTTCACA AT5G48175 TCTTGGGGCTGTTTCTGGTC TCGTTATTGCATCTCCGGCT AT3G52480 CCAACTGCAACCCTACTCGT GATACTCCGACGACGGAACC AT1G66800 ACATCGTCCACTGCTGCTAC TGACTATGTCGTCACAAAGAACA AT4G35190 GAAGAAAGTGCAACAGCCGC AGGGCAATCTCAGTCTGCAT AT5G56080 ATCATCCGTCTGACGACGTG CTGCCTCGAGCTCCATTTGA AT5G21960 CAACAGCCGTGACAGGATCT GGGGCCACGAAGACAGTAAA AT4G23210 GACGGCAAGGATCTTTGGGA ATTCTGGGGCCATGTAACCG AT3G26200 TTCACTGACTTCTTCCCCGC AAAGGCTTTGTGCAACTCCG AT1G24145 GGACTTGGTCACTGATCGCA AGGCAACATATGTCACGCCA AT2G21210 TGCAGAAGAGGAGATTCGTGG AGTGCAGGGAATAGTGAGGC AT2G17040 TGGAGCAAAGGGCAGAGATG TACTTGAGGAGCACGGAACG AT5G01740 AAGGCGACACTTCTACGGTG GCTTGGCTCAAACCTGAACG AT4G19690 TTCACTCGGTGGTCATTGGA CAGCCTGGAGGATACAACCG AT1G01190 GAGGCTCTCGTGTGAGATGG AACATCCATGCACTGACAGTTT AT3G18780 (AtACTIN2) GCACCGCCAGAGAGAAAATAC CACCACCACGAACCAGATAAGA
GST
GSTU1
The tau class of glutathione s-transferase CL7539.Contig3_All AT2G29450 4.1 1.0 0.9 -0.1
GSTU7
The tau class of glutathione s-transferase CL11683.Contig1_All AT2G29420 4.0 0.7 0.0 -1.0
GSTU10
The tau class of glutathione s-transferase Unigene60082_All AT1G74590 4.1 2.7 0.0 -0.4
GSTU19
The tau class of glutathione s-transferase CL5645.Contig2_All AT1G78380 4.3 0.0 0.0 -1.0
GSTU22
The tau class of glutathione s-transferase Unigene7560_All AT1G78340 4.0 2.7 0.0 -0.5
GSTU25
The tau class of glutathione s-transferase Unigene1141_All AT1G17180 8.8 2.9 0.0 -1.6
GST16
Glutathione s-transferase CL8381.Contig2_All AT2G02930 indole-3-acetic acid-amidosynthetase Unigene62182_All AT4G27260 6.8 -0.7 -0.1 -0.6
